Statistical Analysis of Microarray Data.
Microarray data analysis has been one of the most important hits in the interaction between statistics and bioinformatics in the last two decades. The analysis of microarray data can be done in different ways using different tools. In this chapter a typical workflow for analyzing microarray data using R and Bioconductor packages is presented. The workflow starts with the raw data-binary files obtained from the hybridization process-and goes through a series of steps: Reading raw data, Quality Check, Normalization, Filtering, Selection of differentially expressed genes, Comparison of selected lists, and Analysis of Biological Significance. The implementation of each step in R is described through a use case that goes from raw data until the analysis of biological significance. Data and code for the analysis are provided in a github repository.